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IN THE CLAIMS 

The claims as currently presented and under consideration, are presented below. 
1-10 (Cancelled) 

1 1 . (Currently amended); A modified xylanase comprising a polypeptide having an amino 
add sequence as set forth In SEQ ID N0:1, wherein the sequence has at least one substituted 
amino acid residue at a position selected from the group consisting of: 2, 5, 7, 10 , 11, 16, 19. 
22, 26, 28, 29. 30, 34. 36. 38, 57, 58. 61. 63, 65, 67 92. 93. 97, 105, 108. 110, 111. 113, 132, 
143. 144, 147. 149. 151. 153, 157. 160. 162, 165. 169. 180, 184. 186. 188. 190 and +191^ 
wtierein the position of the substituted amino acid Is numbered from the amino acid after the 
signal and oro sequence . 

1 2. (Currently amended): The xylanase according to Claim 1 1 , wherein the at least one 
substitution is at residue 144 eelected from tho group RonRiRfing nt- 1 00 OH fi'S ni n-? 
97. 105, 1QB. 162, 180. 186 and ■HOI . 

13. (Currently amended): The xylanase according to Claim 12, wherein the m«4t*ie4- 
xy l anas e ha s ot l eaot on e substitution js s e l e c t ed from th e group consist i ng of: H22Ki S65C, - 
N Q 2C, F93W r NQ7R, V1Q8H. H144C. 2LHl44KrP480Q-and-S4S6G. 

14. (Currently amended): The xylanase according to Claim 13, wherein the xylanase has SL 
least a second subst i tution selected from the group consisting of: the fo ll DwinQ mutat i ons ; 
H22K, S65C. N92C, V108H, H444G F93W, N97R and M444K S185C . 

15. (Original); The xylanase according to Claim 13, wherein the xylanase has the following 
mutations: H144C and N92K. 

1 6. (Original): The xylanase according to Claim 1 3, wherein the xylanase has the following 
mutations: F180Q, H144G and N92C. 

17-19 (Cancelled) 
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20. (Original): The xylanase according to Claim 13, wherein the xylanase has the following 
mutations: H22K, F180Q, H144C and N92C. 

21 . (Currently amended): A modified enzyme, the modified enzyme comprising an amino 
acid sequence, the amino acid sequence being homologous to the sequence set forth in SEQ 
ID N0:1, the amino acid sequence having at least one substituted amino acid residue at a 
position equivalent to a position selected from the group consisting of: 2» 5. 7, 10 , 11, 16, 19, 

22. 26, 28, 29, 30, 34. 36. 38, 57, 58, 61, 63, 65, 67, 92, 93, 97, 105, 108. 110. 111, 113, 132. 

143, 144, 147, 149, 151. 153, 157, 160. 162, 165, 169, 180, 184. 186, 188, 190 and +191^ 
wherein the posftion of the substituted amino acid is numbered from the amino acid after the 
signal and pro seouence . 

22. (Currently amended): The enzyme according to Claim 21, wherein homology to the 
sequence set forth in SEQ ID NO:1 is at least ^9% 90% in conserved regions common to at 
least 75% of familv 11 xvlanases . 

23. (Original): The enzyme according to Claim 22, wherein the amino acid sequence has at 
least one substituted amino acid residue at a posftion equivalent to a position selected from the 
group consisting of: 2, 22, 28. 58, 65, 92, 93, 97, 105, 108, 144, 162, 180. 186 and +191. 

24. (Currently amended): A glycosyl hydrolase of Clan C comprising an amino acid 
sequence, the amino acid sequence being homologous to the sequence set forth In SEQ ID 
N0:1, the amino acid sequence having at least one substituted amino acid residue at a position 
equivalent to a position selected from the group consisting of: 2, 5, 7, 10 , 11, 16, 19, 22, 26, 
28. 29. 30, 34, 36, 38 , 57, 58, 61, 63, 65, 67, 92. 93. 97, 105, 108. 110, 111. 113, 132, 143. 

144, 147, 149. 151, 153, 157, 160. 162. 165, 169, 180, 184, 186, 168, 190 and 91 . wherein 
the position of the substituted amino acid is numbered from the amino acid after the signal and 
pro seQuence . 

25. (Currently amended): The glycosyl hydrolase according to Claim 24. wherein tiomology 
to Ihe sequence set forth in SEQ ID NO:1 is at least 20% 90% In conserved regions common to 
at least 75% of family 1 1 xvlanases . 

GC812R0A 3.2ft.0r 
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26. (Original): The glycosyl hydrolase according to Claim 25, wherein the amino acid 
sequence has at least one substituted amino acid residue at a position equivalent to a position 
selected from the group consisting of: 2, 22. 28, 58, 65, 92, 93, 97, 105, 108, 144, 162, 180, 
186 and +191. 

27. (Currently amended): A modified family 1 1 xylanase comprising an amino acid 
sequence, the amino acid sequence being homologous to the sequence set forth in SEQ iD 
NO:1, the amino acid sequence having a substituted amino acid residue at a position eouivalent 
to 144 in SEQ ID NO: 1. wherein th e position of the substituted amino acid Is numbered from 
the amin o acid after the signal and pro sequence a t4ea6 tH»n B subsi i tut e d aminn rnn i riun nt 
a poctt i on Gquiva l ontto a popition s e l e c t e d from tho group oopKHSting of; 2| 5, 7> 10 , 11, 16. 1 9 . 
22, 26, 28. 20, 30, 3d, 36, 38 . 57. 58, 61, 63 . 65 , 67, 02, 03, 07, 106. 108, 110, 111. 113, 132, . 
1^13, 1^^, 1^7,1^9. 151, 153 , 1 57, 160. 162. 165, 160, 180. 18d. 186, 188, 100 Qnd ^ M 4?4-. 

28. (Currently amended): The xylanase according to Claim 27, wherein homology to the 
sequence set forth in SEQ ID N0:1 is at least 20% 90% in conserved reotons common to at 
least 75% of family 11 xvlanases . 

29. (Currently amended): The xylanase according to Claim 28, wherein the amino acid 
sequence has at least one fijrthgLsubstituted amino acid residue at a position equivalent to a 
position selected from the group consisting of: 2, 22, 28, 58, 65, 92. 93, 97, 105, 108, 444r 162, 
180, 186 and +191. 

30-32 (Cancelled) 

33. (Previously presented): The xylanase according to Claim 12, wherein the modified 
xylanase comprises a substitution at position 2, 28, 58, 144 and +191. 

34. (Previously presented): The xylanase according to Claim 33. further comprising a 
substitution at a position selected from position 22, 65, 92. 93, 97. 108, 180, and 186. 
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35. (CurrenHy amended): The modified family 11 xylanase according to Claim 27, wherein 
the sequence homologous to the sequence set forth in SEQ ID N0:1 has at least ©0%.97% 
sequence identity to SEQ ID N0;1 in conserved regions common to at least 75% of family 1 1 
xvlanases . 

36. (Previously presented): The xylanase according to Claim 35, wherein the modified 
xylanase has a substitution at positions 2, 28, 58, 144 and +191. 

37. (Previously presented): The xylanase according to Claim 36, wherein the substitution at 
position 144 is K or C. 

38-39 (Cancelled) 

40. (New) The xylanase of claim 12» further comprising a second substitution at a position 
selected from the group consisting of: 2, 22, 28, 58, 65, 92. 93, 97, 105, 108, 144, 162, 180. 
186 and +191. 

41 . (New) The xylanase of claim 27, further comprising at least one substituted amino acid 
residue at a position equivalent to a position selected from the group consisting of: 2, 5, 7, 10 , 
11, 16, 19, 22, 26, 28, 29, 30, 34, 36, 38 , 57, 58, 61, 63, 65, 67, 92, 93, 97, 105, 108, 110, 111, 
113, 132, 143, 144. 147, 149, 151. 153. 157, 160, 162. 165, 169, 160. 184. 186, 188. 190 and 
+191. 

42. (New) The xylanase of claim 12 wherein the xylanase is obtained from Trichoderma 
reeseL 
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